>AF328296 ACCESSION: AF328296 NID: gi 13957726 gb AF328296.1 AF328296 
Homo sapiens myopalladin mRNA, complete cds 
Length =5707 

Score = 2649 bits (6790), Expect = 0.0 

Identities = 1312/1320 (99%), Positives = 1312/1320 (99%), Gaps = 6/1320 (0%) 
Frame = +2 

Query: 1 MQDDSIEASTSISQLLRESYLAETRHRGNNERSRAEPSSNPCHFGSPSGAAEGGGGQDDL 60 

MQDDSIEASTSISQLLRESYLAETRHRGNNERSRAEPSSNPCHFGSPSGAAEGGGGQDDIi 
Sbjct: 488 MQDDS I EASTS I SQLLRESYLAETRHRGNNERSRAEPS SNPCHFGSPSGAAEGGGGQDDL 667 

Query: 61 PDLSAFLSQEELDESVNLARLAIlSrYDPLEKADETQARKRLSPDQMKHSPNLSFEPNFCQD 120 

PDLSAFLSQEELDESVNLARLAINYDPLEKADETQARKRLSPDQMKHSPNLSFEPNFCQD 
Sbjct: 6 68 PDLSAFLSQEELDESVNLARLAINYDPLEKADETQARKRLSPDQMKHSPNLSFEPNFCQD 847 - 

Query: 121 NPRSPTSSKESPQEAKRPQYCSETQSKKVFLNKAADFIEELSSLFKSHSSKRIRPRACKN 180 

NPRSPTSSKESPQEAKRPQYCSETQSKKVFLNKAADFIEELSSLFKSHSSKRIRPRACKN 
Sbjct : 848 NPRS PTS SKES PQEAKRPQYCSETQSKKVFLNKAADF I EELS SLFKSHS SKRIRPRAC KN 1027 

Query : 181 HKSKLESQNKVMQENSSSFSDLSERRERSSVPIPIPADTRDNEVNHALEQQEAKRREAEQ 240 

HKSKLESQNKVMQENSSSFSDLSERRERSSVPIPIPADTRDNEVNHALEQQEAKRREAEQ 
Sbjct: 1028 HKSKLESQNKVMQENSSSFSDLSERRERSSVPIPIPADTRDNEVNHALEQQEAKRREAEQ 1207 

Query: 241 AASEAAGGDTTPGSSPSSLYYEEPLGQPPRFTQKLRSREVPEGTRVQLDCIWGIPPPQV 300 

. AASEAAGGDTTPGSSPSSLYYEEPLGQPPRFTQKLRSREVPEGTRVQLDCIWGIPPPQV 
Sbjct: 1208 AASEAAGGDTTPGSSPSSLYYEEPLGQPPRFTQKLRSREVPEGTRVQLDCIWGIPPPQV 13 87 

Query: 3 01 RWYCEGKELENSPDIHIVQAGNLHSLTIAEAFEEDTGRYSCFASNIYGTDSTSAEIYIEG 3 60 

RWYCEGKELENSPDIHIVQAGNLHSLTIAEAFEEDTGRYSCFASNIYGTDSTSAEIYIEG 
Sbjct: 1388 RWYCEGKELENSPDIHIVQAGNLHSLTIAEAFEEDTGRYSCFASNIYGTDSTSAEIYIEG 1567 

Query: 3 61 VSSSDSEGDPNKEEMNRIQKPNEVSSPPTTSAVIPPAVPQAQHLVAQPRVATIQQCQSPT 42 0 

VSSSDSEGDPNKEEMNRIQKPNEVSSPPTTSAVIPPAVPQAQHLVAQPRVATIQQCQSPT 
Sbjct: 1568 VSSSDSEGDPNKEEMNRIQKPNEVSSPPTTSAVIPPAVPQAQHLVAQPRVATIQQCQSPT 1747 

Query: 421 NYLQGLDGKPIIAAPVFTKMLQNLSASEGQLWFECRVKGAPSPKVEWYREGTLIEDSPD 480 

NYLQGLDGKPIIAAPVFTKMLQNLSASEGQLWFECRVKGAPSPKVEWYREGTLIEDSPD 
Sbjct: 1748 NYLQGLDGKPIIAAPVFTKMLQNLSASEGQLWFECRVKGAPSPKVEWYREGTLIEDSPD 1927 

Query : 481 FRILQKKPRSMAEPEEICTLVIAEVFAEDSGCFTCTASNKYGTVSSIAQLHVRGNEDLSN 540 

FRILQKKPRSMAEPEEICTLVIAEVFAEDSGCFTCTASNKYGTVSSIAQLHVRGNEDLSN 
Sbjct: 1928. FRILQKKPRSMAEPEEICTLVIAEVFAEDSGCFTCTASNKYGTVSSIAQLHVRGNEDLSN 2107 

Query : 541 NGSLHSAN-TTNLAAIEPQPSPPHSEPPSVEQPPKPKLEGVLVNHNEPRSSSRIGLRVHF 5 99 

NGSLHSAN TTNLAAIEPQPSPPHSEPPSVEQPPKPKLEGVLVNHNEPRSSSRIGLRVHF 
Sbjct: 2108 NGSLHSANSTTNLAAIEPQPSPPHSEPPSVEQPPKPKLEGVLVNHNEPRSSSRIGLRVHF 2287 

Query: 600 NLPEDDKGSEASSEAGWTTRQTRPDS.-QERFNGQATKTPEPSFPVKEPPPVLAKPKLDS 658 

NL PE DDKG S E A S S E AG WTTRQTR PD S QERFNGQATKTPEPS PVKEPPPVLAKPKLDS 
Sbjct: 2288 NLPEDDKGSEASSEAGWTTRQTRPDSFQERFNGQATKTPEPSSPVKEPPPVLAKPKLDS 2467 

Query ; 659 TQLQQLHNQVLLEQHQLQNPPPSSPKEFPF-MTVLNSNAPPAVTTS-KQVKAPSSQTFSL 716 

TQLQQLHNQVLLEQHQLQNPPPSSPKEFPF MTVLNSNAPPAVTTS KQVKAPSSQTFSL 
Sbjct: 2468 TQLQQLHNQVLLEQHQLQNPPPSSPKEFPFNMTVLNSNAPPAVTTSNKQVKAPSSQTFSL 2647 



Query- 717 ARPKYFFPSTNTTAATVAPSSSPVFTLSSTPQTIQRTVSKESLLVSHPSVQTKSPGGLSI 776 

ARPKYFFPSTNTTAATVAPSSSPVFTLSSTPQTIQRTVSKESLLVSHPSVQTKSPGGLSI 
Sbjct: 2648 ARPKYFFPSTNTTAATVAPSSSPVFTLSSTPQTIQRTVSKESLLVSHPSVQTKSPGGLSI 2827 

Query- 777 QNEPLPPGPTE-TPPPFTFSIPSGNQFQPRCVSPIPVSPTSRIQNPVAFLSSVLPSLPAI 835 

QNEPLPPGPTE TPPPFTFSIP GNQFQPRCVSPIPVSPTSRIQNPVAFLSSVLPSLPAI 
Sbjct: 2828 QNEPLPPGPTEPTPPPFTFSIPRGNQFQPRCVSPIPVSPTSRIQNPVAFLSSVLPSLPAI 3007 

Query 836 PPTNAM-LPRSAPSMPSQGLAKKNTKSPQPVNDDNIRETKNAVIRDLGKKITFSDVRPNQ 894 

PPTNAM LPRSAPSMPSQGLAKKNTKSPQPVNDDNIRETKNAVIRDLGKKITFSDVRPNQ 
Sbjct: 3008 PPTNAMGLPRSAPSMPSQGLAKKNTKSPQPVNDDNIRETKNAVIRDLGKKITFSDVRPNQ 3187 

Query 895 QEYKISSFEQRLMNEIEFRLERTPVDESDDEIQHDEIPTGKCIAPIFDKRLKHFRVTEGS 954 

QEYKISSFEQRLMNEIEFRLERTPVDESDDEIQHDEIPTGKCIAPIFDKRLKHFRVTEGS 
Sbjct: 3188 QEYKISSFEQRLMNEIEFRLERTPVDESDDEIQHDEIPTGKCIAPIFDKRLKHFRVTEGS 3367. 

Query 955 PVTFTCKIVGIPVPKVYWFKDGKQISKRNEHCKMRREGDGTCSLHIESTTSDDDGNYTIM 1014 

PVTFTCKIVGIPVPKVYWFKDGKQISKRNEHCKMRREGDGTCSLHIESTTSDDDGNYTIM 
Sbjct: 3368 PVTFTCKIVGIPVPKVYWFKDGKQISKRNEHCKMRREGDGTCSLHIESTTSDDDGNYTIM 3547 

Query 1015 AANPQGRISCSGHLMVQSLPIRSRLTSAGQSHRGRSRVQERDKEPLQERFFRPHFLQAPG 1074 

AANPQGRISCSGHLMVQSLPIRSRLTSAGQSHRGRSRVQERDKEPLQERFFRPHFLQAPG 
Sbjct: 3548 AANPQGRISCSGHLMVQSLPIRSRLTSAGQSHRGRSRVQERDKEPLQERFFRPHFLQAPG 3727 

Query 107 5 DMVAHEGRLCRLDCKVSGLPPPELTWLLNGQPVLPDASHKMLVRETGVHSLLIDPLTQRD 1134 

DMVAHEGRLCRLtlCKVSGLPPPELTWIiLNGQPVLPDASHKMLVRETGVHSLLIDPLTQRD 
Sbjct: 3728 DMVAHEGRLCRLDCKVSGLPPPELTWLLNGQPVLPDASHKMLVRETGVHSLLIDPLTQRD 3907 

Query 1135 AGTYKCIATNKTGQNSFSLELSWAKEVKKAPV1LEKLQNCGVPEGHPVRLECRVIGMPP 1194 

AGTYKCIATNKTGQNSFSLELSWAKEVKKAPVILEKLQNCGVPEGHPVRLECRVIGMPP 
Sbjct: 3908 AGTYKCIATNKTGQNSFSLELSWAKEVKKAPVILEKLQNCGVPEGHPVRLECRVIGMPP 4087 

Query 1195 PVFYWKKDNETIPCTRERISMHQDTTGYACLLIQPAKKSDAGWYTLSAKNEAGIVSCTAR 12 54 

PVFYWKKDNETIPCTRERISMHQDTTGYACLLIQPAKKSDAGWYTLSAKNEAGIVSCTAR 
Sbjct: 4088 PVFYWKKDNETIPCTRERISMHQDTTGYACLLIQPAKKSDAGWYTLSAKNEAGIVSCTAR 42 67 

Query 1255 LDIYAQWHHQIPPPMSVRPSGSRYGSLTSKGLDIFSAFSSMESTMVYSCSSRSWESDEL 1314 

LDIYAQWHHQIPPPMSVRPSGSRYGSLTSKGLDIFSAFSSMESTMVYSCSSRSWESDEL 
Sbjct- 4268 LDIYAQWHHQIPPPMSVRPSGSRYGSLTSKGLDIFSAFSSMESTMVYSCSSRSWESDEL 4447 



